input file Fbh50566FL.seq; Output File 50566, trans 
Se<2uence length 1154 

MKVKVIPVLEDNYM 14 
CGGACGCGTGGGTCCGTGACC ATG AAG GTC AAG GTC ATC CCC GTG CTC GAG GAG AAC TAG ATG 42 

YLVIEELTREAVAVDVAVPK 34 
TAG CTG GTC ATC GAG GAG CTC ACG CGC GAG GCG GTG GCC GTG GAC GTG GCT GTG CCC AAG 102 

RLLEIVGREGVSLTAVLTTH 54 
AGG CTG CTG GAG ATC GTG GGC CGG GAG GGG GTG TCT CTG ACC GCT GTG CTG ACC ACC CAC 162 

HHWDHARGNPELARLRPGLA 74 
CAT CAC TGG GAC CAC GCG CGG GGA AAC CCG GAG CTG GCG CGG CTT CGT CCC GGG CTG GCG 222 

VLGADERIFSLTRRLAHGEE 94 
GTG CTG GGC GCG GAC GAG CGC ATC TTC TCG CTG ACG CGC AGG CTG GCG CAC GGC GAG GAG 282 

LRFGAIHVRCLLTPGHTAGH114 
CTG CGG TTC GGG GCC ATC CAC GTG CGT TGC CTC CTG ACG CCC GGC CAC ACC GCC GGC CAC 342 

MSYFLWEDDCPDPPALFSGD134 
ATG AGC TAG TTC CTG TGG GAG GAC GAT TGC CCG GAC CCA CCC GCC CTG TTC TCG GGC GAC 402 

ALSVAGCGSCLEGSA-QQMYQ154 
JgCG CTG TCG GTG GCC GGC TGC GGC TCG TGC CTG GAG GGC AGC GCC CAG GAG ATG TAC CAG 462 

C?5LAELGTLPPETKVFCGHEH174 
;t;AGC CTG GCC GAG CTG GGT ACC CTG CCC CCC GAG ACG AAG GTG TTC TGC GGC CAC GAG CAC 52 2 

yJTLSNLEFAQKVEPCNDHVRAl94 
rlJACG CTT AGC AAC CTG GAG TTT GCC CAG AAA GTG GAG CCC TGC AAC GAC CAC GTG AGA GCC 582 

^'kLSWAKKRDEDDVPTVPSTL214 
nAAG CTG TCC TGG GCT AAG AAG AGG GAT GAG GAT GAC GTG CCC ACT GTG CCG TCG ACT CTG 642 

^QgEERLYNPFLRVAEEPVRKF234 
p^GGC GAG GAG CGC CTC TAC AAC CCC TTC CTG CGG GTG GCA GAG GAG CCG GTG CGC AAG TTC 702 

QTGKAVPADVLEALCKERARF254 
HACG GGC AAG GCG GTC CCC GCC GAC GTC CTG GAG GCG CTA TGC AAG GAG CGG GCG CGC TTC 762 

EQAGEPRQPQARALLALQWG274 
GAA CAG GCG GGC GAG CCG CGG CAG CCA CAG GCG CGG GCC CTC CTT GCG CTG CAG TGG GGG 822 

LLSAAPHD* 
CTC CTG AGT GCA GCC CCA CAC GAC TGA 

GCCACCCAGACCCTCACAGGGCTGGGGCCTGCGTCCCTCCTCGTGACCTCGGCCAGCTGGACCCACATGAGGGCCACCT 
CTGGAACCTTCTTCGAGGCCCTGGCCAGCCATCTGCCCAGCCTCGGAGGGTGGGCAACCTGGTGCTTCCCGGGTGGACA 
CACAGGACCACTCAGTGGGGCCTGTGTGGGCGCCGAGACCTGGGTGTCTGGGAAGTGGGGCACACGGGGCCTCCGAACT 

ATGAATAAAGCTTTGAAAGCCGTTGTCAAAAAAAAAAAAAAAAAAAA 



FIGURE 1 



Analysis of 50566 (282 aa) 
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MKVKVIPVLEDNYMYLVIEELTREAVAVDVAVPKKLLEIVGREGVSLTAVLTTHHHWDHA 
RGNPELARLRPGLAVLGADERIFSLTRRLAHGEELRFGAIHVRCLLTPGHTAGHMSYFLW 
EDDCPDPPALFSGDALSVAGCGSCLEGSAQQMYQSLAEI/3TLPPETKVFCGHEHTLSNLE 
FAQKVEPCNDHVRAKLSWAKKRDEDDVPTVPSTLGEERLYNPFLRVAEEPVRKFTGKAVP 
ADVLEALCKERARFEQAGEPRQPQARALLALQWGLDSAAPHD 



Transmembrane Segments Predicted by MEMSAT 
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FIGURE 2 



Scores for sequence family classification (score mcludas all domains) : 
Model Description Score E-value N 



lactaniase_B Metallo-beta-lactamase superfamily 133.3 4.4e-36 1 

Parsed for domains: 

Model Domain seq-f seq-t hmm-f hmm-t score E-value 



lactaroase_B 1/1 7 172 .. 1 218 [] 133.3 4.4e-36 

Alignments of top-scoring domains: 

lactamase_B: domain 1 of 1, from 7 to 172: score 133.3, E = 4.4e-36 

*->pglvdsnaylvedddggPgeaaliDpGttapaaeallrllkdggple 
p 1 d+++ylv+ + + +ea+ +D i- + + -++++ ++ 
50566 7 PVLEDNYMYLVIEELT — REAVAVDVAVPKR-LLEIVGREG 44 

n ikkidai i iTHaHaDHiGGapael lekf gvpvaahaaevya skdy Igyg 
++a++ TH+H+DH+ G+p el+++ + + v +++ 
50566 45 — VSLTAVLTTHHHWDHARGNP-ELARLRP GLAV IGA 78 

edrlk . . dealkdgdltf livieelrvglgvelevihtPGtHTpgsivyy 
++r+ + ++ l++g+ elr+g ++++++ tPG HT g+++y+ 

50566 79 DERIFslTRRLAHGE ELRFG-AIHVRCLLTPG-HTAGHMSYF 118 

Ipeekggespki wLf tGDt 1 f s ggcpdge tdlplgr tdllggdpae 1 ie 
l+e+ +p +Lf+GD+1 +gc g l+g++ +++ 

50566 119 LV7EDDCPDPP ALFSGDALSVAGC GS — CLEGSAQQMYQ 154 

sleqsesllklllpddtvvypGH<-* 
si +1 +lp++t V++GH 

50566 155 SLA ELG-TLPPETKVFCGH 172 



FIGURE 3 
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